sigReannot: an oligo-set re-annotation pipeline based on similarities with the Ensembl transcripts and Unigene clusters by Casel Pierrot et al.
CONTENTS
Volume 3
Supplement 4
2009 BMC
Proceedings
Editor-in-Chief
Melissa Norton, MD
BMC Proceedings
(www.biomedcentral.com/
bmcproc) is an open access
journal published by BioMed
Central Ltd. The journal
publishes proceedings from
meetings and conferences,
including collections of 
peer-reviewed full articles as
well as meeting abstracts.
Content is not restricted to
any particular discipline within
biomedicine. BMC Proceedings
(ISSN 1753-6561) is
indexed/tracked/covered by
PubMed, CAS and Google
Scholar.
Contact BioMed Central
supplements@
biomedcentral.com
I1 The EADGENE and SABRE post-analyses
workshop
Florence Jaffrezic, Jakob Hedegaard, Magali SanCristobal,
Christophe Klopp and Dirk-Jan de Koning
S1 Comparison of three microarray probe
annotation pipelines: differences in strategies and
their effect on downstream analysis
Pieter BT Neerincx, Pierrot Casel, Dennis Pricket, Haisheng Nie,
Michael Watson, Jack AM Leunissen, Martien AM Groenen and
Christophe Klopp
S2 IMAD: flexible annotation of microarray
sequences
Dennis Prickett and Michael Watson
S3 sigReannot: an oligo-set re-annotation pipeline
based on similarities with the Ensembl transcripts
and Unigene clusters
Pieter BT Neerincx, Han Rauwerda, Haisheng Nie, Martien AM
Groenen,Timo M Breit and Jack AM Leunissen
S4 OligoRAP - an Oligo Re-Annotation Pipeline to
improve annotation and estimate target specificity
Pieter BT Neerincx, Han Rauwerda, Haisheng Nie, Martien AM
Groenen,Timo M Breit and Jack AM Leunissen
S5 Methods for interpreting lists of affected genes
obtained in a DNA microarray experiment
Jakob Hedegaard, Christina Arce, Silvio Bicciato,Agnès Bonnet,
Bart Buitenhuis, Melania Collado-Romero, Lene N. Conley,
Magali San Cristobal, Francesco Ferrari, Juan J Garrido, Martien
AM Groenen, Henrik Hornshøj, Ina Hulsegge, Li Jiang, Ángeles
Jiménez-Marín,Arun Kommadath, Sandrine Lagarrigue, Jack AM
Leunissen, Laurence Liaubet, Pieter BT Neerincx, et al.
S6 Biological pathway analysis by ArrayUnlock and
Ingenuity Pathway Analysis
Ángeles Jiménez-Marín, Melania Collado-Romero, María
Ramirez-Boo, Cristina Arce and Juan J Garrido
S7 Use of GenMAPP and MAPPFinder to analyse
pathways envolved in chickens infected with the
protozoan parasite Eimeria
Dennis Prickett and Michael Watson
S8 Gene set analysis methods applied to chicken
microarray expression data
Axel Skarman, Li Jiang, Henrik Hornshøj, Bart Buitenhuis, Jakob
Hedegaard, Lene N Conley and Peter Sørensen
S9 Microarray data mining using Bioconductor
packages
Haisheng Nie, Pieter BT Neerincx, Jan van der Poel, Francesco
Ferrari, Silvio Bicciato, Jack AM Leunissen and Martien AM
Groenen
S10 Globaltest and GOEAST: two different
approaches for Gene Ontology analysis
Ina Hulsegge,Arun Kommadath and Mari A Smits
S11 Pathway results from the chicken data set using
GOTM, Pathway Studio and Ingenuity softwares
Agnès Bonnet, Sandrine Lagarrigue, Laurence Liaubet, Christèle
Robert-Granié, Magali San Cristobal and Gwenola Tosser-Klopp
S12 Gene network reconstruction from microarray
data
Florence Jaffrezic and Gwenola Tosser-Klopp
S13 Predicting qualitative phenotypes from
microarray data - the Eadgene pig data set
Christèle Robert-Granié, Kim-Anh Lê Cao and Magali San
Cristobal
S14 Using microarrays to identify positional
candidate genes for QTL: the case study of ACTH
response in pigs
Vincent Jouffe, Suzanne Rowe, Laurence Liaubet, Bart
Buitenhuis, Henrik Hornshøj, Magali SanCristobal, Pierre
Mormède and DJ de Koning
Open Access
EADGENE and SABRE Post-analyses Workshop
Lelystad, The Netherlands. 
12-14 November 2008. 
Edited by Dirk-Jan de Koning
www.biomedcentral.com/1753-6561/3?issue=S4
EADGENE: European
Animal Disease Genomics
Network of Excellence
SABRE: Cutting Edge
Genomics for Sustainable
Animal Breeding 
     
 
     
 
EADGENE and SABRE Post-Analyses Workshop  
12-14th November 2008 
Animal Sciences Group, Wageningen UR, Lelystad 
 
Wednesday 12th Nov 2008 
 
Session 1:  Oligo annotation results 
14:00  Welcome and introduction – Christophe Klopp (INRA) 
14:20  OligoRAP: A dual dual dual strategy for optimal oligo annotation – Pieter B.T. Neerincx, 
Haisheng Nie, Martien A.M. Groenen and Jack A.M. Leunissen (Wageningen University) 
14:50  Annotation results - Dennis Prickett (IAH) 
15:20 Coffee  break 
15:40  Annotation results - Christophe Klopp, Francois Moreews, Pierrot Casel (INRA) 
16:10  General discussion of pipelines, databases, formats, etc. (chaired by Christophe Klopp) 
17:00 Close 
 
 
Thursday 13th Nov 2008 
 
Session 2: Software training session  
08:30  Cytoscape training - Francois Moreews (INRA) 
10:00  Coffee break 
10.20 Cytoscape  training  cont. 
12:30 Lunch 
 
Session 3: Summary of oligo annotation results, pathways results 
13:30  Welcome – Florence Jaffrezic (INRA) 
13:45  Description of the chicken data experiment: Immune reactions after a homologous or 
heterologous challenge of broilers primed with Eimeria maxima - Willem Swinkels, Jan 
Cornelissen, Leo Kruijt, Astrid de Greeff, Annemarie Rebel (ASG) 
14:05  Description of the pig data experiment: Gene array and real time PCR analysis of the adrenal 
sensitivity to adrenocorticotropic homone in pig - Dominique Hazard, Laurence Liaubet, 
Magali SanCristobal, Pierre Mormede (INRA) 
14:25  Summary of oligo annotation results – Christophe Klopp (INRA)   
14:55  Introduction to pathways – Jakob Hedegaard (University of Aarhus) 
15:10 Coffee  break 
15:30  Biological pathway analyses by Arrayunlock and IPA - María Ramirez Boo, Cristina Arce 
Jimenez, Melania Collado Romero, Ángeles Jiménez Marín and Juan José Garrido Pavón 
(University of Cordoba) 
16:00  GenMAPP - A Software Tool for Analyzing Microarray Data in the context of Biological 
Pathways – Dennis Prickett (IAH)  
     
 
16:30  The chicken data set analysed by DJF – Jakob Hedegaard, Henrik Hornshøj, Bart Buitenhuis, 
Axel Skarman, Li Jiang, Lene Nagstrup Conley, Peter Sørensen (University of Aarhus) 
17:00  Close.   
 
 
Friday 14th Nov 2008 
 
Session 4: Pathways results continued, gene networks results 
08:30  Array data mining using Bioconductor - Haisheng Nie, Pieter Neerincx, Francesco Ferrari, 
Silvio Bicciato, Martien Groenen  (Wageningen University) 
09:00  GOEAST and Globaltest: Two different methods for Gene Ontology analysis – Ina Hulsegge, 
Arun Kommadath (ASG) 
 09:30  Pathway results from the chicken data set using several softwares - Magali San Cristobal, 
Christèle Robert-Granié, Gwenola Tosser-Klopp (INRA) 
10:00 Coffee  break 
10:20 Free  Communications: 
  (i) Chicken intestinal development by studying gene expression (microarray), followed by 
pathway and GO analyses – Dirkjan Schokker (Wageningen University) 
  (ii) EADGENE mastitis data meta analysis - Elisabetta Giuffra, Anna Anselmo (PTP) 
11:00  Gene network reconstruction from microarray data – Florence Jaffrezic (INRA) 
11:30  General discussion (chaired by Jakob Hedegaard) 
 
12:00 Lunch 
 
Session 5:  QTL and microarrays results, phenotypes results 
13:00  Introduction to QTL and microarray results - Dirk-Jan de Koning (University of Edinburgh) 
13:10  In silico mapping of a few genes differentially expressed in pig adrenal glands as a function of 
sensitivity to ACTH - Vincent Jouffe, Pierre Mormede (INRA) 
13:40  The missing link - QTLs and microarrays - Li Jiang, Lene Nagstrup Conley, Henrik Hornshøj, 
Bart Buitenhuis, Axel Skarman, Peter Sørensen, Jakob Hedegaard (University of Aarhus) 
14:10  X marks the spot - but how deep is the treasure? - Suzanne Rowe (University of Edinburgh) 
14:40 Coffee  break 
15:00  Predicting qualitative phenotypes from microarray data: the Eadgene pig data set - Christele 
Robert-Granié, Kim-Anh Lê Cao, Magali San Cristobal (INRA) 
15:30  General discussion (chaired by DJ de Koning) 
 
16:00   Close 